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raising immune status of HIV infected individuals with ART may
help to decrease acquisition or proliferation of HIV related parasitic
infections and the likelihood of experiencing diarrhea. Immunod-
eﬁciency increased the risk of having opportunistic parasites and
diarrhea. Therefore; raising patient immune status and screening
at least for this treatable parasite is important.
http://dx.doi.org/10.1016/j.ijid.2016.02.782
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Background: Interleukin 18 (IL-18) is a cytokine that mediates
Th1 response by inducing interferon-gamma (IFN-) production
in T cells and natural killer cells. Genetic polymorphisms in the
IL-18 gene have been found to be associated with its expression
in cancer, tuberculosis, HBV infection and various other diseases.
Lower plasma level of IL-18 in visceral leishmaniasis patientsmight
be associated with polymorphisms in the coding gene.
Methods & Materials: Three single nucleotide polymorphisms,
rs1946519 (-656 G/T) and rs187238 (-137 G/C) in the promoter
region and codon 35/3 (+105 A/C) were genotyped in 204 para-
sitological conﬁrmed visceral leishmaniasis (VL) patients and 267
controls with no past history of VL. For each locus, polymerase
chain reaction followed by restriction digestion was performed.
IL-18 expression in peripheral blood mononuclear cells collected
from VL patients and controls was measured by quantitative real
time RT-PCR.
Results: Distribution of G allele at position -656 (P<0.0001)
and double haplotypes GGC/GGA (P=0.05) were found to be sig-
niﬁcantly associated with controls while genotypes TT (P<0.0001)
and single haplotypes TGA (P=0.0002) were signiﬁcantly associ-
ated with cases.
Conclusion: The inheritance of G allele at the position -656
might be considered as a genetic factor for resistance to VL.
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Background: Amoebiasis, causedbyEntamoebahistolytica is the
third common parasitic cause of morbidity & mortality. Its preva-
lence in the global scale is 2- 60% whereas in the Indian scenario
is 3.6 – 47.4%. To further aggravate the clause, speciﬁcity of the
available diagnostic assays is uncertain, thereby foiling the early
diagnosis. Hence, it remains a serious public health problem even
today.Molecular tools aid in resolving the issues related to thediag-
nosis, epidemiology and clinical co-relation of Entamoeba species
without the need for culturing the parasites. Analysis of the small
subunit (SSU) rRNA gene sequence data provides insights into the
phylogenetic relationship and genetic diversity of the different
Entamoeba species. This study aims at differential detection of the
Entamoeba species from liver abscess pus samples.
Methods & Materials: A total of 115 Liver abscess pus sam-
ples were subjected to conventional microscopic examiation and
nested-multiplex PCR assay targeting the SSU rRNA gene for differ-
ential detectionofE. histolytica,E. dispar andE.moshkovskii. ThePCR
products were analysed by agarose gel electrophoresis and further
conﬁrmed by sequencing.
Results: A total of 53 samples were found to be positive for E.
histolytica. The presence of E. dispar with E. histolytica DNA was
observed in 2 samples whereas, E. moshkovskii DNA along with E.
histolytica was observed in 5 samples. The sequencing results were
on par with that of PCR. At the outset, this ﬁnding leads us to think
over different hypothetical scenarios to reconsider the pathogenic-
ity of the said to be non-pathogenic species.
Conclusion: The ability of E. dispar to cause liver abscess pus in
human is unclear; however, hepatic lesions in animals produced by
experimental induction of E. dispar and presence of E. dispar DNA
from liver abscess pus samples have been reported previously. But
till date, presence of E. moshkovskii DNA in liver abscess pus sam-
ples has not been demonstrated. And hitherto, the pathogenicity
of both E. dispar and E. moshkovskii are under question. This report
on the detection of E. moshkovskii from liver abscess pus samples
will open up newer perspectives to be considered in the diagnosis
of amoebiasis.
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